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CLUSTAL W (1.74) multiple sequence alignment 

Fbh562 01pat 

hSCN4A MARPSLCTLVPLGPECLRPFTRESLAAIEQRAVEEEARLQRNKQMEIEEPERKPRSDLEA 

Fbh56201pat 

hSCN4A GKNLPMIYGDPPPEVIGIPLEDLDPYYSNKKTFIVLNKGKAIFRFSATPALYLLSPFSW 

Fbh56201pat 

hSCN4A RRGAIKVLIHALFSMFJMITILTNCVFMTMSDPPPWSKNVEYTFTGIYTFESLIKILARG 

Fbh56201pat 

hSCN4A FCVDDFTFLRDPVmWLDFSVIMMAYLTEFVDLGNISALRTFRVLRALKTITVIPGLKTIV 

Fbh56201pat 

hSCN4A GALIQSVKKLSDVMILTVFCLSVFALVGLQLFMGNLRQKCVRWPPPFNDTNTTWYSNDTW 

Fbh562 01pat 

hSCN4A YGNDTWYGNEMVfy'GNDSWYAJSnDTWNSHASWATNDTFDWDAYISDEGNFYFLEGSNDALLC 

Fbh56201pat 

hSCN4A GNSSDAGHCPQGYECIKTGRNPNYGYTSYDTFSWAFLALFRLMTQDYWENLFQLTLRAAG 

Fbh56201pat 

hSCN4A KTYMIFFWI I FLGSFYLINLILAWAMAYAEQNEATLAEDKEKEEEFQQMLEKFKKHQE 

Fbh56201pat 

hSCN4A ELEKAKAAQALEGGEADGDPAHGKDCNGSLDTSQGEKGAPRQSGSGDSGISDAMEELEEA 

Fbh56201pat 

hSCN4A HQKCPPWWYKCAHKVLIWNCCAPWLKFKNIIHLIVMDPFVDLGITICIVLNTLFMAMEHY 

Fbh56201pat 

hSCN4A PMTEHFDNVLTVGNLVFTGIFTAEIWLKLIAMDPYEYFQQGWNIFDSIIVTLSLVELGLA 

Fbh56201pat 

hSCN4A NVQGLSVLRSFRLLRVFKLAKSWPTLNMLIKIIGNSVGALGNLTLVLAIIVFIFAVVGMQ 

Fbh56201pat 

hSCN4A LFGKSYKECVCKIALDCNLPRWHMHDFFHSFLIVFRILCGEWIETMWDCMEVAGQAMCLT 

Fbh56201pat 

hSCN4A VFL^TOlVIGNLWLNLFIiALLLSSFSADSLAASDEDGEiy^NNLQIAIGRIKLGIG^^ 

Fbh562 01pat 
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1 Fbh562 01pat 
S hSCN4A 



SEVI^INKSECESLMHTGQVRWLNVKVNYDNVGLGYLSLLQVATFKGWMDIMYAATO 



i Fbh562 01pat 
fl hSCN4A 



=^1: Fbh562 01pat 
ti hSCN4A 



t^^^Z.".^" MSQHRHQRHSRVISSSP 

EQPQYEVNLYMYLYFVI FI I FGSFFTLNLFIGVI IDNFNQQKKKLGGKDIFMTEEQKKYY 

VDTTSVGFCPTFKKFKRNDDECRAFVKRVIMSRFFKIIMISTVTSNAFFMALWTSYDIRY 
NAMKKLGSKKPQKP I PRPQNKI QGMVYDLVTKQAFDI T I M I LI CLNMVTMMVETDDQSQL 
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QFT- - -YLYIADGMQSLRILKLIGYSQGIRTLITAVGQTVYTVASVLLLLFLLMYIFAIL 
YF VS PTLFRVI RLAR I GRVLRL I RGAKG I RTLLFALMMS LPALFNI GLLLFLVMF I YS I F 



GFCLFG S PDNGDHDNWGNLAAAFFTLFSLATVDGWT DLQKQLDN 

GMSNFAYVKKESGI DDMFNFETFGNS I I CLFE I TTSAGWDGLLNPI LNSGPPDCDPNLEN 
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R - - E FALSRAFTI I FI LLAS F I FLNMFVGVMIMHTEDS I RKFERELMLEQQEMLMGEKQV 
PGTSVKGDCGNPSIGICFFCSYIIISFLIVVNMYIAIILENFN--VATEESSEPLGEDDF 
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ILQRQQEEISRLMHIQKNADCTSFSELVENFKKTLSHTDPMVLDDFGTSLPFIDIY-FST 
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LDYQDTTVHKLQELYYEIVHVLSLMLEDLPQEKPQ- - SLEKVDEK 

LD I LFALTKE VLGD S GEMDALKQTMEEKFMAANP S KVS YE P I TTTIiKRKHEEVCAI KI QR 
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Fbh56201pat 

hS CN4 A EAGDAGPTMGLMP ISP SDTAWP PAP P PGQTVRPGVKE S LV 
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